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SEQ ID No. : 1 

EtaA: 14 67 bp - M. tuberculosis - 
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acggtcctcgagaaggttctcggcggtggcgaggatcgc 
cagttcacgatcgtcgccggacggccgcgcggtgcgccg 
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SEQ ID No.: 2 

EtaA: 48 g aa _ Ms tuberculosis - 

1 - MTEHLDWIV GAGISGVSAA WHLQDRCPTK SYAILEKRES MGGTWDLFRY PGIRSDSDMY 
61 - TLGFRFRPWT GRQAIADGKP ILEYVKSTAA MYGIDRHIRF HHKVISADWS TAENRWTVHI 
121 - QSHGTLSALT CEFLFLCSGY YNYDEGYSPR FAGSEDFVGP IIHPQHWPED LDYDAKNIW 
181 - IGSGATAVTL VPALADSGAK HVTMLQRSPT YIVSQPDRDG IAEKLNRWLP ETMAYTAVRW 
241 - KNVLRQAAVY SACQKWPRRM RKMFLSLIQR QLPEGYDVRK HFGPHYNPWD QRLCLVPNGD 
301 - LFRAIRHGKV EVVTDTIERF TATGIRLNSG RELPADIIIT ATGLNLQLFG GATATIDGQQ 
361 - VDITTTMAYK GMMLSGIPNM AYTVGYTNAS WTLKADLVSE FVCRLLNYMD DNGFDTVVVE 
421 - RPGSDVEERP FMEFTPGYVL RSLDELPKQG SRTPWRLNQN YLRDIRLIRR GKIDDEGLRF 
481 - AKRPAPVGV 
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